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OM protein 
Run on: 



protein search, using sw model 



June 12, 2006, 20:28:58 



Search time 184 Seconds 

(without alignments) 

271.887 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



US-10-680-800A-2 
599 

1 MRSLCCAPLLLLLLLPPLLL LPGLACLRTSFNRFICLAQK 108 

BL0SUM62 

Gapop 10.0 , Gapext 0.5 ' 



2097797 



Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 • 
Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 

Database : Published_Applications_AA_Main : * 

1: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: ^ 

, 2 : /EMC_Celerra__SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep : 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB .pep : * 

4 : /EMC__Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep : * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB .pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



RESULT 1 
US-10-016-481-5 

; Sequence 5, Application US/10016481 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



June 12, 2006, 20:08:07 



Search time 202 Seconds 
(without alignments) 
244.452 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-680-800A-2 
599 

1 MRSLCCAPLLLLLLLPPLLL. 



.LPGLACLRTSFNRFICLAQK 108 



Scoring table 
Searched: 



BL0SUM62 

Gapop 10.0 , Gapext 0.5 

2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 2589679 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 



Database 



A_Geneseq_8 : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: June 12, 2006, 20:16:57 ; Search time 51 Seconds 

(without alignments) 
185.359 Million cell updates/sec 



Title: US-10-680-800A-2 • 

Perfect score: 599 

Sequence: 1 MRSLCCAPLLLLLLLPPLLL LPGLACLRTSFNRFICLAQK 108 



Scoring table: BLOSUM62 

Gapop 10.0 I Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 650591 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC__Celerra__SIDS3 

4 : /EMC_Celerra__SIDS3 

5: /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7: /EMC Celerra SIDS3 



/ptodata/2/iaa/5_COMB.pep : * 
/ptodata/2 / iaa/ 6_C0MB . pep : * 
> /ptodata/2 / iaa/ 7_C0MB . pep : * 
./ptodata/2/iaa/H_C0MB .pep : * 
. /ptodata/2 /iaa/PCTUS__COMB. pep: 
I /ptodata/2 / iaa/RE_COMB . pep : * 
;/ptodata/2/iaa/backf ilesl .pep : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total' score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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ALIGNMENTS 



RESULT 1 
US-09-712-529-2 



GenCore version 5.1.9 
Copyright (c)' 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



June 12, 2a06, 20:12:02 ; Search time 3 9 Seconds 

( wi t hou t a 1 i gnment s ) 
266.446 Million cell updates/sec 



Title: 

Perfect score; 
Sequence : 



US-10-680-800A-2 
599 

1 MRSLCCAPLLLLLLLPPLLL LPGLACLRTSFNRFICLAQK 108 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 



Database 



PIR_80:* 

pirl : * 
pir2 :"* 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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1 X ^ ^ 


2 


T4 2 62 9 


L.wiXdOV^Xli J\ iJ\JWJLll 


DO 


fi A K 


xU , 


g 

. o 


^ b u 


X 


a A on R '3 
Aft 27 u b 3 


PT^O 7 a Tl i~ 1 ^OTi T^'v'd^ii 

v^ijz / drLux^cn pxccu. 


D^ 


g4 R 

Q*x • ^ 


1 0 

X V 1 


. 8 


2318 


2 


S45306 


XXn^WwXX ^ ^/.^\^wC^XX 


55 


64.5 


10. 


.8 


3871 


2 


T22812 


hypothetical prote 


56 


64 


10. 


.7 


131 


1 


KRSHA3 


keratin high-sulfu 


57 


64 


10. 


. 7 


602 


2 


S69198 


prostaglandin G/H 


58 


64 


10. 


. 7 


922 


2 


T23573 


hypothetical prote 


59 


64 


10. 


.7 


1797 


2 


A55677 


laminin beta-2 cha 


60 


64 


10. 


.7 


4544 


1 


S02392 


alpha-2-macroglobu 



ALIGNMENTS 



RESULT 1 
JC7188 

REIC protein - human 
C/Species: Homo sapiens (man) 

C;Date: 04-Mar-2000 #sequence_revision 04-Mar-2000 #text_change ll-May-2000 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: June 12, 2006, 20:29:18 ; Search time 16 Seconds 

(without alignments) 
85.342 Million cell updates/sec 

Title: US-10-680-800A-2 
Perfect score: 599 

Sequence: 1 MRSLCCAPLLLLLLLPPLLL LPGLACLRTSFNRFICLAQK 108 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



64916 seqs, 12643201 residues 



Total number of hits satisfying chosen parameters: 



64916 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 



Database 



Publ i shed_App 1 i ca t ions_AA_Ne w : 

._SIDS3/ptodata/ 
._SIDS3/ptodata/ 
_SIDS3/ptodata/ 
_SIDS3/ptodata/ 
_SIDS3/ptodata/ 
_SIDS3/ptodata/ 
._SIDS3/ptodata/ 
_SIDS3/ptodata/ 



/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celer:ra_ 
/EMC_Celerra_ 
/EMC_Celerra^ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC Celerra 



2 /pubpaa/USO 9_NEW_PUB . pep : * 
2 /pubpaa/US06_NEW_PUB . pep : * 
2 /pubpaa/US07_NEW_PUB , pep : * 
2/pubpaa/US08_NEW_PUB.pep: * 
2/pubpaa/PCT_NEW_PUB . pep : * 
2 /pubpaa/US 1 0_NEW_PUB . pep : * 
2/pubpaa/USll_NEW_PUB .pep : * 
2 /pubpaa/US 6 0_NEW_PUB .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No, 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


322 


53 


8 


80 


7 


US- 


11- 


304 


-129-34 


Sequence 


34, Appl 


2 


303 


50 


6 


. 105 


7 


us- 


11- 


304 


-129-23 


Sequence 


23, Appl 


3 


302 


50 


4 


105 


7 


us- 


11.- 


304 


-129-22 


Sequence 


22, Appl 


4 


291 


48 


6 


86 


7 


us- 


11- 


304 


-129-21 


Sequence 


21, Appl 


5 


290 


48 


4 


86 


7 


us- 


11- 


304 


-129-20 


Sequence 


20, Appl 


6 


100 


16 


7 


266 


6 


us- 


10- 


505 


-928-533 


Sequence 


533, App 


7 


97 


16 


2 


259 


6 


us- 


10- 


196 


-749-250 


Sequence 


250, App 


8 


95 


15 


9 


350 


7 


us- 


11- 


101 


-316-8 


Sequence 


8, Appli 


9 


83.5 


13 


9 


81 


6 


us- 


10- 


953 


-349-31814 


Sequence 


31814, A 



1 0 


75 


12 . 


5 


575 


7 


US- 


11 - 


217- 


997 - 


32 


Sequence 


32, Appl 


1 1 


75 


12 , 


5 


1418 


7 


us- 


11- 


217- 


997 - 


38 


Sequence 


38, Appl 




75 


12 . 


5 


1450 


7 


US- 


11- 


217- 


997- 


6 


Sequence 


6 , App 1 i 


1 


75 


12 . 


5 


1547 


7 


US- 


11- 


217- 


997- 


22 


Sequence 


22, App 1 


14 


75 


12 . 


5 


1577 


7 


us- 


11- 


217- 


997- 


16 


Sequence 


16, Appl 


15 


75 


12 . 


5 


1577 


7 


us- 


11 - 


217 - 


997- 


20 


Sequence 


20, Appl 


16 


75 


12 . 


5 


1620 


7 


us- 


11- 


217- 


997- 


42 


Sequence 


42, Appl 




75 


12 . 


5 


1653 


7 


us- 


11- 


217- 


997- 


40 


Sequence 


40, Appl 


18 


71.5 


11 . 


9 


69 


6 


us- 


10- 


953- 


349- 


31815 


Sequence 


31815, A 


X ? 


71.5 


11 . 


9 


1594 


7 


us- 


11- 


217- 


997- 


18 


Sequence 


18, Appl 






11 . 


6 


5738 


6 


us- 


10- 


505- 


928- 


150 


Sec[uence 


150, App 


0 1 


66.5 


11 . 


1 


1398 


7 


us- 


11- 


217- 


997- 


4 


Sequence 


4, Appli 


9 9 


66 5 

D Q . ^ 


11 . 


1 


1403 


7 


US- 


11- 


•217 - 


•997 - 


12 


Sequence 


12 , Appl 


^ o 


66 R 


11 . 




1404 


7 


us- 


11- 


217- 


•997- 


2 


Sequence 


2, Appli 


9 A 


66 
o o 


XX. 


ft 

V 




7 


US- 


11- 


320- 


192 - 


•9 


Sequence 


9, Appli 


9 


6^ 


1 0 

X V . 


Q 


243 


7 


US- 


11- 


'320- 


■192- 


■12 


Sequence 


12, Appl 




64. R 


1 0 

X V • 


o 


446 


7 


US- 


■ 11 - 


■293 - 


■697 - 


•3580 


Sequence 


3580, Ap 


9 9 

z / 


6 7 




o 


215 




us - 


10- 


■953 - 


-349- 


■34480 


Sequence 


34480, A 


9 R 
Z O 


6"^ 


10 . 


5 


432 


5 


us- 


10- 


-953- 


•349- 


-17477 


Sequence 


17477, A 


9 Q 
Z 


6 7 


X V . 




909 6 


5 


us - 


■10 - 


- 505 - 


-928- 


■831 


Sequence 


831, App 


J u 


69 ^ 
OZ . 3 


Xv . 


A 
•± 


"^49 


7 


US- 


■11- 


-038 - 


-753 - 


-1 


Sequence 


1, Appli 


1 1 

J X 


69 
o z 


10 . 


4 


491 


7 


us- 


•11- 


-217- 


•997- 


-30 


Sequence 


30, Appl 


1 9 
^ Z 


61 


10 . 


3 


236 




US- 


-10- 


-953 - 


-349- 


-33388 


Sequence 


33388, A 


6 6 


O X . D 


10. 


3 


961 

^ O X 




US- 


' 10 - 


- 953 - 


-349- 


■33387 


Sequence 


33387, A 


O A 




10, 


,3 


^ ■J ^ 


D 


KJ J 


- 10 - 


-953 - 


-349- 


-33386 


Sequence 


33386, A 


3 b 


O X 


10. 


.2 


7 7 Q6 


g 


US- 


- 10- 


-505- 


-928- 


-449 


Sequence 


449, App 


Jo 


OU . D 


10. 


.1 


X / X 


7 


\J o 


-11- 


-154 ■ 


-977 - 


-67 


Sequence 


67, Appl 


6 1 




10 .1 


1 ft 

J X o 


7 


TTS- 


- 11 - 


-154 - 


- 977 ■ 


-35 


Sequence 


35, Appl 


o o 
J o 


C ft 


10. 


.1 


X O U V 




US' 


- 10 ■ 


-196- 


-749- 


-269 


Sequence 


269, App 




c ft 


10 , 


.0 


n9 

o z 




TTQ - 


-10 • 


-953 • 


-349- 


-36789 


Sequence 


36789, A 


/I A 

4 0 


C ft 


10, 


. 0 


1 59 




US- 


- 10 - 


- 953 • 


-349- 


-16556 


Sequence 


16556, A 


4 i 


€i ft 


10 


. 0 


5 Q 
J J ^ 


7 


us ■ 


- 11 • 


-336 


-4 97- 


-11 


Sequence 


11, Appl 


4 z 


b 7 . b 


9 


. 9 


99 R 




US- 


- 10 ■ 


-953 


-349' 


-38889 


Sequence 


38889, A 


4 3 


C Q tl 

D y . b 


9 


. 9 


9 56 

Z D Q 






-10 


-953 


-349 


-15546 


Sequence 


15546, A 


44 


b y . b 


9 


. 9 


O X O 




\J o 


-10 


-953 


-349 


-30612 


Sequence 


30612, A 


4 D 


b y . b 


9 


. 9 


766 
o o o 




US- 


-10 


- 953 


-349 


-30611 


Sequence 


30611, A 


4o 


b y . b 


9 


.9 


1 1 Qfi 

X X 7 o 


7 


US- 


-11 


-217 


-997 


-14 


Sequence 


14, Appl 


4 / 


b 7 


9 


.8 


97 




us 


-10 


-196 


-749 


-468 


Sequence 


468, App 




b 2? 


9 


. 8 


4 54 


5 


us 


-10 


-953 


-349 


-6483 


Sequence 


6483, Ap 


A Q 

4 y 


c; Q 
b7 


9 


.8 


461 

1 O X 


5 


us 


-10 


-511 


-937 


-2945 


Sequence 


2945, Ap 


C ft 


b 7 


9 


. 8 


461 

*± V X 


7 


us 


-11 


-183 


-218 


-32 


Sequence 


32, Appl 


3 1 


b 7 


9 


.8 


54 6 
^ *x o 


g 


us 


-10 


-953 


-349 


-6482 


Sequence 


64 82, Ap 


3Z 


b 7 


9 


. 8 


561 

3 W X 




us 


-10 


-953 


-349 


-6481 


Sequence 


6481, Ap 


bo 


b 7 


9 


. 8 


1 674 




us 


-10 


-511 


-937 


-2587 


Sequence 


2587,- Ap 






9 


.8 


4440 


6 


us 


-10 


-196 


-749 


-525 


Sequence 


525, App 


55 


58.5 


9 


. 8 


174 


7 


us 


-11 


-293 


-697 


-3348 


Sequence 


3348, Ap 


56 


58 . 5 


9 


. 8 


174 


7 


us 


-11 


-293 


-697 


-4753 


Sequence 


4753, Ap 


57 


58 . 5 


9 


. 8 


185 


7 


us 


-11 


-293 


-697 


-4579 


Sequence 


4579, Ap 


58 


58.5 


9 


.8 


282 


6 


us 


-10 


-953 


-349 


-19704 


Sequence 


19704, A 


59 


58.5 


9 


. 8 


309 


6 


us 


-10 


-953 


-349 


-19703 


Sequence 


19703, A 


60 


58.5 


9 


.8 


335 


6 


us 


-10 


-953 


-349 


-19702 


Sequence 


19702, A 



ALIGNMENTS 



RESULT 1 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: June 12, 2006, 20:08:27 



Search time 295 Seconds 

(without alignments) 

338.650 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



US-ip-680-800A-2 
599 

1 MRSLCCAPLLLLLLLPPLLL. 



.LPGLACLRTSFNRFICLAQK 108 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters; 



2849598 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 60 summaries 

UniProt_7.2:* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match Length DB 


ID 


Description 


1 


599 


100 , 


.0 


108 


2 


Q6ISR0_HUMAN 


Q6isr0 


homo sapien 


2 


578.5 


96 . 


.6 


129 


1 


PR0K2_HUMAN 


Q9hc23 


homo sapien 


3 


578.5 


96. 


.6 


129 


2 


Q53Z79_HUMAN 


Q53Z79 


homo sapien 


4 


531.5 


88. 


.7 


107 


1 


PR0K2_RAT 


Q8r413 


rattus norv 


5 


530 


88 


.5 


108 


2 


Q863H4_BOVIN 


Q863h4 


bos taurus 


6 


522 .5 


87, 


.2 


107 


2 


Q50E38_9MURI 


Q50e38 


arvicanthis 


7 


519.5 


86 


.7 


107 


2 


Q50E37_9MURI 


Q50e37 


arvicanthis 


8 


511 


85 


.3 


128 


2 


Q6V8J7_RAT 


Q6v8j7 


rattus norv 


9 


510 


85 


. 1 


128 


2 


Q863H5_BOVIN 


Q863h5 


bos taurus 


10 


507 


84 


.6 


128 


1 


PR0K2_M0USE 


Q9qxu7 


mus musculu 


11 


502 


83 


.8 


128 


2 


Q50E34_9MURI 


Q50e34 


arvicanthis 


12 


499 


83 


.3 


128 


2 


Q50E33_9MURI 


Q50e33 


arvicanthis 


13 


386 


64 


.4 


104 


2 


Q2XXR8_VARVA 


Q2xxr8 


varanus var 


14 


382 


63 


. 8 


104 


2 


Q2XXR7_VARVA 


Q2xxr7 


varanus var 


15 


353 


58 


.9 


82 


2 


Q2TBS7 BOVIN 


Q2tbs7 


bos taurus 



16 


342 . 5 


57 . 


2 


86 


2 


O50E36 9MURI 


Q50e36 


arvicanthis 


17 


339.5 


56 . 


7 


86 


2 


O50E35 9MURI 


Q50e35 


arvicanthis 


18 


324 . 5 


54 . 


2 


102 


2 




Q4srl2 


t6traodon n 


19 


322 


53 . 


8 


81 


1 


VPRA DENPO 


P25687 


dendroaspis 


20 


303 


50 . 


6 


105 


1 


PROKl HUMAN 


P58294 


homo sapien 


21 


303 


50 . 




105 


2 


05VWD4 HUMAN 


Q5vwd4 


homo sapien 


22 


302 


50 . 


4 


105 


2 


08TC69 HUMAN 


08tc69 


homo sapien 




£t ^ ^ 


49 


q 


105 


1 


PPOK1 PAT 


Q8r414 


rattus norv 


24 


2 60 


43 . 


4 


81 


2 


03ZFT9 BOVTN 


Q3zf i2 


bos taurus 






4 3 . 


0 


96 


1 


BVfl BOMVA 

XJ V U 1 V F\ 


09dw66 

^ inf u w 


bombina var 


o 




4 


0 


96 


2 


OflJFOO BOMMX 


08i f aO 


bombina max 


9 7 


9 *^7 


4 2 . 


9 


81 


2 


08K4 5 7 MOUSE 


Q8k457 


mus musculu 


^ o 


2 53.5 


42 . 


3 


96 


2 


O5W2 80 BOMOR 


Q5w280 


bombina ori 


29 


242 . 5 


40 . 


, 5 


96 


2 


Q8JFE6 BOMMX 


Q8jfe6 


bombina max 


30 


241.5 


40 . 


. 3 


96 


2 


08JFX9 BOMMX 


Q8j fx9 


bombina max 




241.5 


40 , 


3 


96 


2 


OaJFYl BOMMX 


08i fvl 


bombina max 


32 


2 3 9 


3 9 . 


, 9 


96 


2 


Q8JFyO BOMMX 


08i fvO 


bombina max 




234 5 


39 . 


. 1 


96 


2 


08JFX8 BOMMX 

W KJ ^ \/ A^\^l 11 l^h 


Q8j fx8 


bombina max 






<d o < 


9 


1 Off 

X v a 


2 


04RVU3 TETNG 

^ X% V W 1^ X U X XX \J 


Q4irvu3 


tetraodon n 




9 9 7 


^ O < 


n 


q^ 


o 


\^OCJx^ X^ 0\Jl ll lu\ 


ORi f v2 

VO J X y ^ 


bombina max 


J D 


1 9 


9 1 

Z X . 


. X 


1 94 
XZ rt 




n^fiPl 0 PFNMO 


Q56rl0 


nenaeus mon 


7 7 


119 R 


1 R 

X o < 


R 


221 


1 


DKK4 MOUSE 

X^XVXV^ t l\^WkiJu 


Q8ve j 3 


mus musculu 


o o 


1 1 n ^ 

X X U . J 


1 R 

X o . 




1 04 

X V *x 


2 


05 6R11 PACLE 


Q56rll 


pacif astacu 




XXV/ 


18 


, 4 


96 


2 


08UUX3 CHICK 


Q8uux3 


gallus gall 


ri U 


inn R 

X U O . 3 


1 R 

X O I 


T 

> X 


9 ^fi 

^ ^ Q 


2 




Q5ehu6 


gecko japon 


A 1 
rt X 


1 fT^ 
X u o 


1 7 

X / . 


2 


1 RO 

X O V/ 


2 


04RJF1 TETNG 

^ ^ X\ U X_ X X U X X 1 w 


04ri f 1 

\^-T X J X X 


tetraodon n 


42 


103 


17 


. 2 


272 


1 


DKKl MOUSE 


054908 


mus musculu 


*± o 


1 n 

X U J 


17 


. 2 


272 


2 


OR0UL5 MOUSE 


Q80ul5 


m dickkopf 


44 


101.5 


16 


. 9 


224 


1 


DKK4 HUMAN 


Q9ubt3 


homo sapien 




101 ^ 


1 

X o 


Q 


224 


2 


O3KNX0 HUMAN 


Q3knx0 


homo sapien 


ft D 


101 

XU X 


1 

X Q 


q 


'K q 




OSOEfil 9MURT 


Q50e61 


arvicanthis 




1 no 


1 

xo 


Q 
. O 


"X 1 

•J X 


O 


nR0F.4 0 9MURT 


Q50e40 


arvicanthis 


4 n 


1 00 

X U V/ 


1 

X o 


. 7 


240 


2 


09PWH3 BRARE 


Q9pwh3 


brachydanio 


/I Q 


1 00 


X o 


7 


zoo 


X 


nKKI HUMAN 

lyxvxVX XXWi XT^Y 


094907 


homo sapien 


c; n 
D U 




1 


c 
. 3 


110 

X X V 


o 




O4DTnl0 


ixodes scap 


D 1 


QQ 

-/ -7 


1 

X o 


• ^ 


2 55 


2 


09DDA4 XENLA 


Q9dda4 


xenopus lae 




J o 


16 


, 4 


259 


1 


DKK2 MOUSE 


09avz8 


mus musculu 




J o 


16 


, 4 


259 


2 


Q8BFW0 MOUSE 


Q8bf wO 


m 10, 11 da 


R4 


^ o 


16 


^ 4 


268 


2 


06PVU5 RABIT 


Q6pvu5 


oryctolagus 


55 


97.5 


16 


.3 


31 


2 


Q50E393mURI 


Q50e39 


arvicanthis 


56 


97 


16 


.2 


259 


1 


DKK2_HUMAN 


Q9ubu2 


homo sapien 


57 


95 


15 


, 9 


171 


2 


043532__HUMAN 


043532 


homo sapien 


58 


95 


15 


.9 


341 


2 


Q5R8T0_PONPY 


Q5r8t0 


pongo pygma 


59 


95 


15 


.9 


350 


1 


DKK3_HUMAN 


Q9ubp4 


homo sapien 


60 


95 


15 


.9 


350 


2 


Q4R4I7_MACFA 


Q4r4i7 


macaca fasc 



ALIGNMENTS 



RESULT 1 
Q6ISR0_HUMAN 

ID Q6ISR0_HirMAN PRELIMINARY; PRT; 108 AA. 
AC Q6ISR0; 

DT lO-MAY-2005, integrated into UniProtKB/TrEMBL . 
DT lO-MAY-2005, sequence version 1. 
DT 21-FEB-2006, entry version 6. 



